RT-PCR, respectively (Fig. 2). These isolates were identified as TBEV and designated as
169 MGL-Selenge-13 strains (-5, -12, -13, -14, -15, -18, -19, -21, and -25) .
171

Genetic analysis of the isolated TBEV strains
172
The nucleotide sequences of the viral E protein gene from the seven isolated
173
MGL-Selenge-13 strains (-12, -13, -14, -15, -18, -19, and -21) and the complete genomic sequences 174 of MGL-Selenge-13-12 and MGL-Selenge-13-14 were determined. A phylogenetic tree of the viral E
175
gene and the open reading frame (ORF) is shown in Fig. 3 . All isolated strains were classified as the
176
Siberian subtype of TBEV and formed a similar cluster. The GenBank accession numbers of the 177 viruses used in this study were shown in Fig. 3 .
178
The nucleotide and amino acid sequence of the viral E gene were compared with
179
MGL-Selenge-13-12, MGL-Selenge-13-14, MucAr M14/10 (isolated in Mongolia), M92 (isolated in 180 Mongolia), and IR99 2f7 (isolated in Russia) ( 
240
Our results suggest that at least two subclusters of TBEV invaded from Russia into Mongolia,
241
independently.
242
The biological characteristics of the MGL-Selenge-13-12 and the MGL-Selenge-13-14 243 strains were compared (Fig. 4) . The virus titer in BHK cells and the plaque size were almost similar 244 between the MGL-Selenge-13-12 and the MGL-Selenge-13-14 strains. However, the virulence of the 
380
Complete genomic characterization of two tick-borne encephalitis viruses isolated from China. Virus MGL-Selenge-13-14.
400
A monolayer of BHK cells was infected with each virus at a multiplicity of infection (MOI) of 0.01.
401
At each time point, the medium was harvested and virus titers were determined using a plaque assay compared with IR99 2f7 and MGL-Selenge-13-12 (P<0.05). Survival rates were calculated using 408 the Kaplan-Meier method and P-values for the differences in survival rates were calculated using log-rank tests. 
